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Residue properties
MRR110B R3 em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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Mean values indicated by circles J Dashed line corresponds to
Error bars show one stan){iard deviation either side Residue number 2.0 st. devs. ??gm ideal
Numbers indicate models with highest deviation
c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
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d. Secondary structure & average estimated accessibility
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f. Circular variances
Phi OOOOOOOODODOOODOOOOODDODOOOOOOOOOD  OOOOOOODOODODOODOOOOOODOODOOOD
Ps 10101010101010101010/010101010101010101010/010101010101010/010 /G BIN0 10101010101010101010/0101010101010/010/010 01010 10)
chil AOO0OOOOD BOD OCA OO0 & FOCOGACd  OOOIIOOORDD OO AOOOGD OO®
chiz o000 OO® GO o O ® 0000 GO0 OGO GOOOCO o0  0OOOD OO®
- IN0101010/010/010/01010]0/0]010/0[0/0001010]00]0101010/0 010U IIN010101010/0/0/01001010]61010101010 10100 10101010]0)
chitciz - OO0 OO® ®O o® O & OO0 BO® GO AOOOAD o0 000D OO®
g. G-factors
Phi-psi O O ooo OomEOO—o O O ood od O
&%, DOAECAEACBBCCURE"AY=""R"AAAA"ANE BEECEEEEEEC="ME""HEMAE"EEE

ovedl  OOOOOAONOOOO000O0AADAEEONO000AAAN

OAOOAOAAAEA A AR A A

2 10 15 20 25 30

45 50 55 60

MRR110B_R3 em_bcr3 10 residprop.ps
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Residue properties
MRR110B R3 em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)

B
©
S
)]
&
i
=
O
Residue number
o b. Absolute deviation from mean of omegatorsion
g
§ 24
E 184 201
: 8 %
% 122 - g - Gdl====== 3594;7—5——27——8—1113 ———————————————————————————————————————————————————————
S & § 262° %3514 § 4§;5Xx%
] ‘% 1R
: %ﬁixx %i%%%%% 1511111]1]
o T T
70 90
Mean values indicated b C|rcles J Dashed line corresponds to
Error bars show one stan){iard deviation either side Residue number 2.0 st. devs. ??gm ideal
Numbers indicate models with highest deviation
¢. RMS devs from mean coords: main-chain (black) and side-chain (grey)
40
0 LHL‘M-—‘._J-“ m--.‘-,-_-_‘_.‘
64 70 75 90
d. Secondary structure & average estimated accessibility
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